Genetic diversity of community-associated methicillin-resistant Staphylococcus aureus isolated from Tenerife Island, Spain.
With the recent detection of MRSA (methicillin-resistant Staphylococcus aureus) infections in patients lacking health care-related risk factors, the term community-acquired MRSA (CA-MRSA) has been become widely recognised. Many cases of CA-MRSA spreading to the community have been described worldwide. The aim of this study was to determine the features of CA-MRSA isolates from Tenerife Island. Toward this end, one hundred MRSA isolates were collected from eight different health regions, and their molecular features were investigated. This study revealed a wide variety of MRSA clones, including an emergent ST: ST1434 (CC8) and two new spa types, t7575 (ST125) and t7678 (ST22). The PVL genes were found in only five isolates belonging to unrelated lineages, ST8, ST30 and ST22, which could indicate at least three independent introductions of PVL(+) strains to Tenerife. Moreover, we detected that hospital MRSA clones, like EMRSA-15 and EMRSA-16, had spread to the community and are now circulating in both environments. Therefore, in our study, the CDC's rules were not specific enough to distinguish CA-MRSA from HA-MRSA. Thus, we think that the current epidemiological information is not enough to discriminate between both MRSAs, and it is necessary for prevention guidelines to include the routine determination of at least the genetic background, the antimicrobial susceptibility profile, and the PVL genes of each MRSA isolate.